. Each plot represents a sum of square differences between the target gene expression profile and the model, computed for first 30 best fitting regulators (Eq. 6) sorted according to increasing E. Horizontal axis represents regulators ordered according to increasing E. The red line represent sum of square differences between the target gene profile and its polynomial least squares best fit E 1 (Eq.8). Numbers in caption correspond to the target gene ID in Table 1 of the paper. Table 2 List of target genes and predicted regulators with E<=E1. If more than 10 regulators were predicted only first 10 are listed.
iy -if the prediction matches with YEASTRACT database iy=1 otherwise 0 E -error of approximation of the target gene expression profile using model (Eq.6) E1 -deviation of target gene expression profilae from the polynomial best fit (Eq.9) w,b,k1,k2 -parametrs of the model Sp -specificity defined as Sp=(N-FP)/N, where N = total number of regulators, FP = number of false positives. If e.g. for the first target gene -SPI1 were predicted 5 regulators and 1 was matching with YEASTRACT database, FP=4.Missing values rrepresented by "-" means that the algorithm did not predict any regulator. 
